Deviations from an ideal crystal lead to diffuse scattering (DS) intensity, both between and beneath the Bragg peaks in diffraction patterns (Guinier, 1963) . First characterized using simple ionic crystals in early studies of X-ray diffraction (Lonsdale, 1942) , DS has a rich history (Welberry & Weber, 2016) and is a well established technique in smallmolecule crystallography (Welberry, 2004) . DS studies in macromolecular crystallography began more recently (Phillips et al., 1980) and now the potential for obtaining information about protein motions is fueling the growing interest in DS (Meisburger et al., 2017) .
is less well developed in comparison with the Bragg analysis, and model accuracy is still lacking. Until general insights are available from a larger number of cases, it would be wise not to dismiss any individual approach to analyzing the data. As for the Bragg data, each DS data point is influenced by the whole system; therefore we can expect that the entire DS model will need to be sufficiently accurate before the atomic details of macromolecular movements can be revealed. Alternative models of correlated displacements in a liquid-like motions model, compared by Peck et al. (2018) . Each panel depicts a 2 Â 3 unit-cell section extracted from the (010)- (001) layer of crystalline cyclophilin A [PDB entry 2cpl (Ke, 1992) , used in Peck et al. (2018) ]. The b axis is aligned with the vertical direction, and the c axis with the horizontal. Each P2 1 2 1 2 1 unit cell contains four copies of the protein that arrange into a sawtooth in this projection. The strength of correlation with an atom near the center (Asp26 C, highlighted as a red sphere) is indicated using a heat map. The correlation decays exponentially with distance, according to a liquid-like motions model (Caspar et al., 1988) . ( (Peck et al., 2018) found that diffuse scattering data for this and two other systems favor model (a) over model (b). The figure was created using PyMol (https://sourceforge.net/projects/pymol/).
